triphosphorylated at the 5' ends whereas processed RNAs are not. Thus, the authors identified 14,868 putative 44
TSSs, many more than identified to date. The validity of the putative TSSs was supported by bioinformatic 45
analysis showing enrichment of the expected promoter elements upstream of the TSSs, and experimental 46 validation of selected TSSs, using Northern blots to detect the associated RNAs. The genomic context of TSSs 47 (Figure 1) was consistent with previous studies: TSSs were enriched in intergenic regions relative to the entire 48 genome (only ~11% of the E. coli genome is intergenic), but the majority of TSSs were located inside genes, 49 with similar numbers of iTSSs and asTSSs. Some iTSSs and asTSSs are <300 bp upstream of an annotated 50 gene, suggesting they may be TSSs for mRNAs; however, 83% of iTSSs and 88% of asTSSs are >300 bp from 51 an annotated gene start, indicating that most intragenic TSSs likely correspond to novel, non-coding RNAs. 
